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Supplementary Figures

RIPA TFE

Figure S1 - Identification overlap of proteins detected in RIPA and TFE

The overlap in protein identifications between the two methods with the most identifications
(Buffer-TFE-SP3 and Buffer-RIPA-SP3) considering proteins identified in at least two replicates per
condition.
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Figure S2 — Protein molecular weight distributions

Kernel density estimates of the distribution of the molecular weight of proteins identified in samples

processed with RIPA and TFE lysis buffers compared to that of all human proteins in the SwissProt
database.
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Figure S3 — Protein isoelectric point distributions

Kernel density estimates of the distribution of the isoelectric point of proteins identified in samples
processed with RIPA and TFE lysis buffers compared to that of all human proteins in the SwissProt
database.
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Figure S4 — Protein GRAVY score distributions

Kernel density estimates of the distribution of GRAVY hydropathy of proteins identified in samples
processed with RIPA and TFE lysis buffers compared to that of all human proteins in the SwissProt
database.
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Figure S5 — Summed peptide intensity of RIPA and TFE samples

Summed MaxQuant peptide intensities of molecular layer optimisation experiments processed with
RIPA and TFE lysis buffers using either the in-solution digestion or SP3 digestion methods after
collecting into either lysis buffer or directly onto the LCM cap.
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